32. The method of claim 15, wherein the population of driver nucleic acids are 
mRNA or nucleic acids derived therefrom from a first source, and the population of tester 
nucleic acids are mRNA or nucleic acids derived therefrom from a second source, and the 
method further comprises denaturing tester nucleic acids from the driver nucleic acids after 
step (b), the resulting tester nucleic acids being enriched for nucleic acids common to the two 
sources, and wherein the resulting tester nucleic acids are hybridized to the nucleic acid probe 
array. 

33. The method of claim 32, wherein the first and second source are from the same 
tissue of different species. 

34. The method of claim 32, wherein the first and second source are from different 
tissues of the same species. 

35. The method of claim 15, wherein the population of driver nucleic acids are 
mRNA or nucleic acids derived therefrom from a first source, and the population of tester 
nucleic acids are mRNA or nucleic acids derived therefrom from a second sources, the tester 
nucleic acids that do not hybridize with the driver nucleic acids are hybridized to the array, 
these tester nucleic acids s being enriched for sequence present in the second source and 
absent in the first source. 

36. The method of claim 35, wherein the first and second source are from the same 
tissue of different species. 

37. The method of claim 35, wherein the first and second source are from different 
tissues of the same species. 
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23. The method of claim 21, wherein the at least one region is cloned into a BAC, 
YAC or PAC. 

24. The method of claim 21, wherein the driver population of nucleic acids are from a 
plurality of noncontiguous regions of the genome or the variant thereof. 

25. The method of claim 21, wherein the driver population of nucleic acids are from 
at least ten noncontiguous regions of the genome or the variant thereof. 

26. The method of claim 21, wherein the method is repeated for a further population 
of tester nucleic acids from a further source. 

27. The method of claim 21, wherein the method is repeated for at least ten further 
populations of tester nucleic acids from at least ten further sources. 

28. The method of claim 27, wherein the at least ten further sources are from ten 
individuals in the same species. 

29. The method of claim 28, wherein the species is human. 

30. The method of claim 15, wherein the driver population of nucleic acids are 
genomic DNA from a first source, and the tester population of nucleic acids are genomic 
DNA from a second source, and the tester nucleic acids that do not hybridize to the driver 
fragments are hybridized to the array, these tester nucleic acids being enriched for nucleic 
acids having sequences not common with sequences of the nucleic acids in the driver 
population. 

3 1 . The method of claim 1 5, wherein the driver population of nucleic acids are 
mRNA or nucleic acids derived therefrom, and the tester population of nucleic acids are 
genomic DNA; and the method further comprises denaturing tester nucleic acids from the 
driver population after step (b), the resulting tester nucleic acids being enriched for genomic 
sequences that hybridize to the mRNA; and wherein the resulting tester nucleic acids are 
hybridized to the nucleic acid probe array. 
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16. The method of claim 15, wherein the driver population of nucleic acids each bear 
a tag by which the driver population of nucleic acids can be immobilized to a binding moiety 
with affinity for the tag. 

17. The method of claim 16, wherein the tag is biotin, and the binding moiety is 
avidin or streptavidin. 

18. The method of claim 17, wherein the separating step is performed by 
immobilizing the driver population of nucleic acids and tester population of nucleic acids 
hybridized to the driver population via the tags of the driver population. 

19. The method of claim 15, wherein the driver population of nucleic acids are a 
population of genomic DNA fragments, and the tester nucleic acids are a population of 
mRNA or nucleic acids derived therefrom, and the method further comprises denaturing 
tester nucleic acids from the driver population of nucleic acids after step (b), the resulting 
tester nucleic acids showing reduced variance in copy number between different fragments 
than in the population of mRNA or nucleic acids derived therefrom; and wherein the resulting 
tester nucleic acids are hybridized to the array. 

20. The method of claim 15, wherein the driver population of nucleic acids are 
genomic DNA from a first source, and the tester population of nucleic acids are genomic 
DNA from a second source, and the method further comprises denaturing nucleic acids of the 
tester population from the driver population of nucleic acids after step (b), the resulting tester 
nucleic acids being enriched for tester nucleic acids having common sequences with the 
driver population of nucleic acids relative to the population of tester nucleic acids, and 
wherein the resulting tester nucleic acids are hybridized to the array. 

21. The method of claim 20, wherein the tester population of nucleic acids are from a 
genome, and the driver population of nucleic acids are from at least one region of the 
genome, or a variant thereof from the same species as the genome. 

22. The method of claim 21 , wherein the at least one region is a PCR amplification 
product. 
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minisateilites, dinucleotide repeats, trinucleotide repeats, tetranucleotide repeats, simple 
sequence repeats, and insertion elements such as Alu. The first identified allelic form is 
arbitrarily designated as a the reference form and other allelic forms are designated as 
alternative or variant alleles. The allelic form occurring most frequently in a selected 
5 population is sometimes referred to as the wildtype form. Diploid organisms may be 

homozygous or heterozygous for allelic forms. A diallelic polymorphism has two forms. A 
triallelic polymorphism has three forms. 

A single nucleotide polymorphism (SNP) occurs at a polymorphic site 
occupied by a single nucleotide, which is the site of variation between allelic sequences. The 

10 site is usually preceded by and followed by highly conserved sequences of the allele (e.g., 
sequences that vary in less than 1/100 or 1/1000 members of the populations). 

A single nucleotide polymorphism usually arises due to substitution of one 
nucleotide for another at the polymorphic site. A transition is the replacement of one purine 
by another purine or one pyrimidine by another pyrimidine. A transversion is the 

1 5 replacement of a purine by a pyrimidine or vice versa. Single nucleotide polymorphisms can 
also arise from a deletion of a nucleotide or an insertion of a nucleotide relative to a reference 
allele. 

SUMMARY OF THE CLAIMED INVENTION 
20 The invention provides methods of analyzing a subset of nucleic acids within a 

nucleic acid population. Such methods entail providing a population of nucleic acid 
fragments at least some of which have sequences that are repeated more than once in a 
genome. Single stranded forms of the population of nucleic acid fragments are incubated 
under annealing conditions, whereby single stranded forms of nucleic acid fragments having 
25 repeat sequences preferentially hybridize to each other relative to nucleic acid fragments 

lacking repeat sequences. Single stranded forms of the population of nucleic acid fragments 
are from annealed double stranded forms, the single stranded forms being enriched for 
nucleic acid fragments lacking repeat sequence. The separated single stranded forms of the 
population of nucleic acid fragments are hybridized to a nucleic acid probe array. One then 
30 determines hybridization of the probes to the single stranded forms of the population of 

nucleic acid fragments, thereby analyzing the fragments. In some methods, the population of 
nucleic acid fragments are genomic fragments, such as from the human genome. Some 
methods entail denaturing the population of nucleic acids fragments before the incubating 
step. In some methods, the separating step is performed by column chromatography. In 
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some methods, the column is a hydroxyapatite column. In some methods, annealed and 
single stranded fragments elute in different fractions from the column. 

In some methods, the probe array comprises a set of probes complementary to a 
known reference sequence, the reference sequence being the same or a variant of the 
5 sequence of a nucleic acid from which the population of nucleic acid fragments was obtained. 
In some methods, the determining indicates the presence of at least one variation in a 
fragment hybridized to the array relative to the reference sequence. In some methods, the 
population of nucleic acids are from a chromosome from a first individual, and the reference 
sequences is that of a corresponding chromosome from a second individual. 

1 0 The invention also provides methods of analyzing a subset of nucleic acids 

within a nucleic acid population. Such methods entail providing driver and tester populations 
of nucleic acids. The driver and tester populations are then hybridized with each other. 
Nucleic acids from the tester population that hybridize to the driver population are then 
separated from tester nucleic acids that do not hybridize. Either the tester nucleic acids that 

15 do hybridize to the driver population, or the tester nucleic acids that do not hybridize to the 
driver population to a nucleic acid probe array are then further hybridized to a nucleic acid 
probe array. One then determines hybridization of the nucleic acid probe array to the tester 
nucleic acids thereby analyzing the tester nucleic acids. In some methods, the driver 
population of nucleic acids each bear a tag by which the driver population of nucleic acids 

20 can be immobilized to a binding moiety with affinity for the tag. For example, the tag can be 
biotin, and the binding moiety can be avidin or streptavidin. In some methods, the separating 
step is performed by immobilizing the driver population of nucleic acids and tester 
population of nucleic acids hybridized to the driver population via the tags of the driver 
population. 

25 In some methods, the driver population of nucleic acids are a population of 

genomic DNA fragments, and the tester nucleic acids are a population of mRNA or nucleic 
acids derived therefrom. Such methods further comprise denaturing tester nucleic acids from 
the driver population of nucleic acids, the resulting tester nucleic acids showing reduced 
variance in copy number between different fragments than in the population of mRNA or 

30 nucleic acids derived therefrom. The resulting tester nucleic acids are hybridized to the array. 

In some methods, the driver population of nucleic acids are genomic DNA 
from a first source, and the tester population of nucleic acids are genomic DNA from a 
second source. Such methods further comprise denaturing nucleic acids of the tester 
population from the driver population of nucleic acids. The resulting tester nucleic acids are 
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enriched for tester nucleic acids having common sequences with the driver population of 
nucleic acids relative to the population of tester nucleic acids. The resulting tester nucleic 
acids are hybridized to the array. 

In some methods, the tester population of nucleic acids are from a genome, 
5 and the driver population of nucleic acids are from at least one region of the genome, or a 
variant thereof from the same species as the genome. In some methods, at least one region is 
a PCR amplification product. In some methods, at least one region is cloned into a BAC, 
YAC or PAC. In some methods, the driver population of nucleic acids are from a plurality of 
noncontiguous regions of the genome or the variant thereof. In some methods, the driver 

10 population of nucleic acids are from at least ten noncontiguous regions of the genome or the 
variant thereof. In some methods, the method is repeated for a further population of tester 
nucleic acids from a further source. In some methods, the method is repeated for at least ten 
further populations of tester nucleic acids from at least ten further sources. Optionally, the at 
least ten further sources are from ten individuals in the same species. Optionally, the species 

15 is human. 

In some methods, the driver population of nucleic acids are genomic DNA 
from a first source, and the tester population of nucleic acids are genomic DNA from a 
second source, and the tester nucleic acids that do not hybridize to the driver fragments are 
hybridized to the array, these tester nucleic acids being enriched for nucleic acids having 

20 sequences not common with sequences of the nucleic acids in the driver population. 

In some methods, the driver population of nucleic acids are mRNA or nucleic 
acids derived therefrom, and the tester population of nucleic acids are genomic DNA. Such 
methods further comprise denaturing tester nucleic acids from the driver population, the 
resulting tester nucleic acids being enriched for genomic sequences that hybridize to the 

25 mRNA. The resulting tester nucleic acids are then hybridized to the nucleic acid probe array. 

In some methods, the population of driver nucleic acids are mRNA or nucleic 
acids derived therefrom from a first source, and the population of tester nucleic acids are 
mRNA or nucleic acids derived therefrom from a second source. Such methods further 
comprise denaturing tester nucleic acids from the driver nucleic acids. The resulting tester 

30 nucleic acids are enriched for nucleic acids common to the two sources. The resulting tester 
nucleic acids are hybridized to the nucleic acid probe array. In some methods, the first and 
second source are from the same tissue of different species. In some methods, the first and 
second source are from different tissues of the same species. 
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In some methods, the population of driver nucleic acids are mRNA or nucleic 
acids derived therefrom from a first source, and the population of tester nucleic acids are 
mRNA or nucleic acids derived therefrom from a second sources, the tester nucleic acids that 
do not hybridize with the driver nucleic acids are hybridized to the array, these tester nucleic 
5 acids being enriched for sequence present in the second source and absent in the first source. 
In some such methods, the first and second source are from the same tissue of different 
species. In some such methods, the first and second source are from different tissues of the 
same species. 

. i o DETAILED DESCRIPTION 

I. General 

The invention provides several methods of reducing the complexity of a 
r population of nucleic acids prior to performing an analysis of the nucleic acids on a nucleic 

acid probe array. The methods result in a subset of the initial population enriched for a 
' * 15 desired property, or lacking nucleic acids with an undesired property. The resulting nucleic 
: acids in the subset are then applied to the array for various types of analysis. The methods 

are particularly useful for analyzing populations having a high degree of complexity, for 
example, populations of fragments spanning a human chromosome, or even a whole human 
genome, or mRNA populations. 
20 In some methods, an initial population of nucleic acid fragments are treated so 

~ as to reduce or eliminate fragments having repeat sequences. In general, nonrepeat sequences 

contain the coding and key regulatory regions of genomic DNA and are of most interest for 
subsequent genetic analysis. Repeat sequences can be eliminated by denaturing the initial 
population (if double stranded), and reannealing. Single stranded forms of repeat sequences 
25 preferential hybridize with each other relative to single stranded forms of unique sequence, 
because there are by definition more copies of the former and therefore a greater probability 
of single stranded forms finding a complementary single stranded form (See, e.g., Ryffel et 
al., 1975, Experientia (BASEL) 31 (6) 746; Ryffel et al., 1975, Biochemistry 14(7) 1385- 
1389; Ryffel et al., Biochemistry 14(7) 1379-1385; Marsh et al., 1973, Biochem. Biophys. 
30 Res. Comm. 55(3) 805-8 1 1 ; Krueger and McCarthy, 1 970, Fed. Proc. 29 (2) 757; Tereba and 
McCarthy, 1973, Biochem. 12(23) 4675-4679, all incorporated in their entities by reference 
for all purposes). After annealing, annealed and single stranded forms are separated. The 
resulting single stranded forms are enriched for nonrepeat sequences. These sequences are 
then applied to a nucleic acid probe array for a variety of genetic analyses, for example, do 
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novo polymorphic site discovery, or detection of a plurality of predetermined polymorphic 
sites. In general, when analyzing the hybridization pattern of such arrays, it is desirable to 
discriminate between specific hybridization between complementary sequences and 
nonspecific hybridization between probes and sequences lacking substantial complementarity 
5 to the probes. The smaller the representation of a given target sequence in a complex mixture 
of sequences, the greater the ratio of nonspecific hybridization to specific hybridization 
between target and complementary probes. By analyzing nonrepeat sequences in the 
reduced presence or absence of repeat sequences, nonspecific binding of the repeat sequences 
to probes in the array is reduced or eliminated. Accordingly, it is possible to analyze more 

10 nonrepeat sequences simultaneously than would be the case if no steps were taken to 
eliminate the repeat sequences. 

In other methods of the invention, a tester population of nucleic acids is 
enriched by virtue of its capacity to hybridize or fail to hybridize with a driver population of 
nucleic acids. Typically, the driver population of nucleic acids bears a tag that can be 

1 5 immobilized via a binding moiety having specific affinity for the tag. The driver population 
can be immobilized before, after or during hybridization to the tester population. Nucleic 
acids from the tester population that hybridize to the driver population are thereby also 
immobilized via their association with the immobilized driver nucleic acids.. After 
hybridization and immobilization of driver nucleic acids and associated tester nucleic acids, 

20 the solution phase containing unhybridized tester nucleic acids is separated from the 

immobilized phase. In some methods, tester nucleic acids from the solution phase are then 
applied to an array. These tester nucleic acids are deficient at least relative to the initial 
population of tester nucleic acids for nucleic acids that hybridize with the driver population. 
In other methods, the solution phase is removed, and tester nucleic acids associated with 

25 driver nucleic acids are dissociated. The driver nucleic acids remain immobilized but the 

resulting tester nucleic acids are in solution. These tester nucleic acids are then applied to an 
array. These nucleic acids are enriched for tester nucleic acids that hybridize to the driver 
nucleic acids. As discussed in more detail below, there are a variety of permutations of driver 
and tester populations that can be used in these methods. The nature of the subsequent 

30 genetic analysis after application of the array of course depends on the nature of the driver 
and tester populations, and which tester fragments (i.e., whether hybridizing or not 
hybridizing to the driver nucleic acids) are retained. 

II. Method of Removing Repeat Sequences 
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Repeat sequences are sequences occurring occur more than once in a haploid 
genome of a single organism. In some instances, multiple copies of a repeat sequence are 
identical. In other instances, there are some divergences between copies but substantial 
sequence identity, e.g., (at least 80 or 90%). More than 30% of human DNA consists of 
5 sequences repeated at least 20 times. Families of repeated DNA sequences of 100-500 bp 
that are interspersed throughout the genome are sometimes known as SINES (short 
interspersed repeats). Alu sequences are examples of SINES that are about 300 bp and occur 
almost 1 million times in the human genomes. Longer interspersed repeat sequences of 1 kb 
or more are known as LINES (long interspersed repeats). Some repeat sequences are not 

1 0 interspersed throughout the genome but are concentrated at particular loci. These repeats are 
known as satellite repeats. Some repeats sequences include genes such as genes for 
ribosomal RNAs and histones. However, the function, if any, of most repeat sequences is 
unclear. The vast majority of protein coding sequences and their associated regulatory 
sequences occur in single copy regions of the genome. 

1 5 The present invention provided methods for enriching for single copy regions 

of a genome relative to repeat sequences before performing a genetic analysis using a nucleic 
acid probe array (see Fig. 1). The starting population of fragments for enrichment can be 
from a whole genome, a collection of chromosomes therefrom, a single chromosome, or one 
or more regions from one or more chromosomes. In some methods, the fragments are 

20 overlapping fragments spanning a length of 100 kb, 1 Mb, 10 Mb or 100 Mb. Typically, the 
fragments are from obtained from the same individual. The individual can be a human or 
other mammal or other eukaryotic species. The methods are not generally necessary for 
analysis of prokaryotic DNA due to lack of substantial numbers of repeat sequences in 
prokaryotic DNA. The fragments can be obtained from any tissue sample containing 

25 genomic DNA from an individual. 

The fragments are produced by fragmenting an initial substrate such as an 
isolated chromosome or genome. Optionally, the initial substrate can be amplified, and/or 
labelled before fragmentation. Both enzymatic and mechanic methods can be used for 
fragmentation. The fragmenting can be effected by restriction digestion, often using a partial 

30 digest with a four-bp cutting enzyme, or a digest with a mixture of enzymes or with DNasel. 
Alternatively, fragments can be produced by sonication, or by PCR amplification using 
random primers or random fragments of an initial substrate. Other suitable methods include 
mechanic or liquid shearing by using a French press or a UCHGR Shearing Device. In some 
methods, fragments are attached to linkers at one or both ends to provide primer sites for 
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subsequent amplification. In some methods, fragments have an average size of about 300 bp. 
For example, appropriate restriction enzymes may be used to cut genomic DNAs to a desired 
range of sizes. Fragments containing repeat sequences are removed from the population by a 
combination of denaturation (assuming the fragments are double stranded) and reannealing. 
Denaturation can be effected by heating fragments in excess of the averaging melting point. 
Fragments are then cooled to below the melting point (e.g., about 25 degrees below the 
melting point) for reannealing. The reassociation can be followed by monitoring 
hyperchromicity at 260 nm. As DNA renatures, the hyperchromicity increases due to greater 
absorbance of double stranded relative to single stranded DNA. The hyperchromicity curve 
shows a point of inflexion at which half of the DNA is reannealed. The reannealing reaction 
is often stopped about this time, but the duration of the reaction can be adjusted depending on 
the percentage of repeat DNA in the sample. The more repeat DNA the longer the annealing 
reaction should proceed. The reannealing reaction can effectively be stopped by rapid 
cooling of the annealing mixture to just above freezing. 

After the annealing reaction, annealed double stranded DNA is separated 
from single stranded DNA. Separation can be effected using column chromatography. A 
hydroxyapatite (calcium phosphate) column is particularly suitable (see Ryffel & McCarthy, 
Biochemistry, 14.7, 1385-1389 (1975) incorporated by reference for all purposes. Both 
single and double stranded forms bind to the column at low phosphate concentration (10-30 
mM sodium phosphate). At intermediate concentrations (120 mM to 140 mM, single 
stranded DNA passes through and double stranded DNA binds. At higher concentrations 
(400 mM), both single and double stranded DNA pass through. DNA can be loaded on the 
column at low phosphate concentration, in which case both single and double stranded forms 
bind. Single stranded forms are then eluted with an increasing gradient of sodium phosphate 
concentration. Alternatively, single and double stranded forms can be loaded at intermediate 
phosphate concentration, in which case the single stranded form passes though without 
binding and the double stranded form binds (see Genome Analysis: A Laboratory Manual, 
Volume 2, Detecting Genes (Eds. Bruce Birren et al., Cold Spring Harbor Press, 1998). In 
some methods, hydroxyapatite columns are combined with HPLC. Alternatively, or 
additionally, the annealing reaction mixture can be treated with a nuclease that selectively 
digests double stranded DNA relative to single stranded. 

After separation of single stranded forms, the single stranded forms can be 
applied directly to an array, or can be the subject of additional treatment before applying to 
an array. For example, in some methods, the single stranded fragments are allowed to anneal 
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with each other, forming double stranded fragments, which are then amplified and labelled, 
and denatured before being applied to the array. In some methods, single stranded forms that 
have not previously been labelled are now labelled before applying to an array. Some 
methods for end-labelling fragments are described by W097/27317. In some methods, the 
5 single stranded fragments, optionally after renaturation to double stranded fragments, are 
broken down to still smaller fragments, before being applied to an array. 

The type of array to which the fragments are applied of course depends on the 
form of contemplated analysis. In some methods, fragments are applied to arrays designed 
for de novo polymorphisms discovery. These arrays typically contain overlapping probes 
10 tiling a region of a known reference sequence. The hybridization pattern of the fragments to 
the array indicates the site and nature of points of divergence between the sequence of the 
fragments and the reference sequence, and hence the location and identity of polymorphic 
I sites. In other methods, the fragments are applied to an array designed to detected a 
^ collection of polymorphisms whose location and nature of polymorphic forms is already 
il 5 known. In such methods, the hybridization pattern of the nucleic acid fragments to the array 
indicates a polymorphic profile of the individual from whom the fragments were obtained 
(i.e., a matrix of polymorphic sites, and polymorphic forms present in those sites). 

III. Other methods of reducing sample complexity 
--20 A variety of enrichments can be performed by hybridization of tester nucleic 

4 acids to driver nucleic acid as described above (see Fig. 2). In these methods, either or both 
of driver and tester nucleic acids can be amplified before performing the enrichment 
procedure. Optionally, driver and/or tester are fragmented before performing hybridization. 
Fragments can be achieved by any of the methods described above, usually to an average size 
25 of about 300 bp. Fragmentation before enrichment is typical with genomic populations and 
possible, but not usual, with mRNA populations. In some methods, a population of nucleic 
acids is fragmented, the fragments are ligated to oligonucleotides to provide primer sites, and 
the resulting fragments are amplified. The tester nucleic acid fragments can also be labelled. 
Labelling can be performed before or after the enrichment procedure. In these methods, 
30 populations of driver and tester nucleic acid fragments are denatured (if initially double 

stranded), mixed (if denaturation was performed separately for each population) and allowed 
to reanneal. As in the methods for eliminating repeat sequences, denaturation can be 
performed by raising the temperature over the average melting point of driver and tester 
nucleic acid populations. The two populations can be denatured separately or together. 
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Hybrids between tester and driver nucleic acids are separated from unhybridized tester 
nucleic acid. Separation can be effected by inclusion of a tag on all driver fragments and 
immobilizing the driver fragments to a binding moiety. For example, a biotin tag can be 
attached to driver fragments by amplifying them using a biotin labelled primer or biotin 
5 labelled nucleotides or by ligating them to a biotin labelled oligonucleotide or by directly 
attaching biotin to the fragments (see e.g., Birren et al. supra, at ch. 3). Biotin labelled driver 
fragments can then be immobilized to a support bearing an avidin or streptavidin binding 
moiety For example, magnetic beads coated with streptavidin, available from Dynal, 
Norway, are suitable for immobilizing biotin-labelled DNA. Procedures for performing 
1 0 enrichments of cDNA using immobilized DNA on beads are described by Birren et al., supra 
at Ch. 3. Other combinations of tag and binding moiety can similarly be used. Alternatively, 
hybrids can be separated from single stranded fragments using hydroxyapatite 
^ chromatography as described above. Alternatively, separation can be effected using a 
^ nuclease that digests duplex nucleic acids without digesting single stranded nucleic acids or 
45 vice versa. For example, SI nuclease preferentially digests single stranded DNA, whereas 
j most restriction enzymes preferentially digest double stranded DNA. 

;I L Driver population is genomic and tester population is mRNA 

In some methods, the driver population is genomic DNA and the tester 

f20 population is an mRNA population or nucleic acid population derived therefrom (e.g., cDNA 
or cRNA). As will become apparent, such methods serve to normalize the representation of 
different species within the mRNA population (or nucleic acids derived therefrom). In other 
words, the methods enrich the representation of rare mRNA species relative to the more 
common mRNA species. In such methods, the driver population can be from a whole 

25 genome, a chromosome, a collection of chromosomes or one or more regions of one or more 
chromosomes. If an entire genome is included, then the enriched population of mRNAs 
includes mRNAs spread throughout the genome. If a single chromosome is included, then 
the enriched population of mRNAs is restricted to mRNAs hybridizing to that chromosome, 
and so forth. The mRNA population used as the tester population can be from a single tissue 

30 type, from a cell line or from a mixture of tissue types. If from a single tissue type, the 

mRNA population and the resulting enriched population contains a bias toward the mRNAs 
expressed in that cell type. If the mRNA population is from a representative mixture of tissue 
types, then the population and the subsequent enriched populations contains most or 
substantially all (e.g., at least 50% , 75% or 90%) of mRNAs expressed by the organism. 
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Some cell lines, such as HeLa cells, also express a substantial proportion of all mRNAs 
typically expressed in an organism. If cDNA or cRNA is prepared from mRNA, the 
preparation can be performed under conditions that preserve the relative representations of 
mRNA species in the original population as described by 6,040,138. However, such is 
5 generally not necessary because the proportions are, of course, deliberately changed in the 
enrichment procedure. Thus, conventional methods of cDNA preparation using poIyT 
primers or random hexamers can be used (See Birren et al., supra at ch. 3). In some methods, 
adapters are ligated to cDNA to facilitate subsequent amplification or labelling. 

When driver genomic DNA is hybridized with tester mRNA (or a nucleic acid 

1 0 derived therefrom), the mRNA hybridizes to complementary sequences in the genomic DNA 
sequences. However, in general, each mRNA species has only a single complementary 
genomic DNA sequence in a haploid genome. Accordingly, highly represented mRNA 
species and minimally represented species (and intermediately represented sequences) in 
generally all hybridize to genomic DNA to a similar extent. In theory, one molecule of 

1 5 mRNA should hybridize per haploid genome for a single copy gene. In practice, this ratio is 
not observed for all single copy genes due to the presence of introns. For example, a gene 
having ten spaced exons can hybridize to different regions of ten copies of the same mRNA. 
Nevertheless, the hybridization does represent in substantial normalization between mRNA 
species. For example, whereas the variation copy number between species in an 

20 unnormalized population can be greater than 1 0 5 , in a normalized population, the variation is 

~ more typically within a factor of 1 0, 1 00, or 1 000. 

After performing hybridization, hybrids between tester and driver populations 
are separated from unhybridized tester. The unhybridized tester is set aside. Tester nucleic 
acids are then dissociated from driver nucleic acids (e.g., by raising the temperature above the 

25 melting point). The drive nucleic acids remain associated with the solid phase, and the 

resulting tester nucleic acids are obtained in solution. The resulting tester nucleic acids are 
initially in single stranded form. Optionally, the single stranded fragments can be labelled (if 
not labelled already) and applied directly to an array. Alternatively, the fragments can be 
renatured with each other, for amplification, and optionally labelling. Amplified fragments 

30 are then denatured again before being applied to an array. 

The resulting testing fragments can be subject to a variety of genetic analyses. In 
some methods, the fragments are used for de novo polymorphism discovery, in similar 
fashion to that described above. The polymorphisms thereby discovered necessarily occur 
within expressed regions of the genome. The resulting tester fragments can also be used for 
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polymorphic profiling of previously characterized polymorphic sites within expressed regions 
within an individual. Use of mRNA populations has advantages relative to use of genomic 
DNA in that nonexpressed regions of the genome, which probably contain relatively few 
polymorphic sites of functional significance, but which would otherwise contribute to a 
5 background of nonspecific binding on the array are not applied to the array. It is estimated 
that only 5% of the human genome contains coding regions. 

The resulting tester fragments can also be used for discovering relatively rare 
differentially expressed genes. For example, by comparing tester populations, enriched as 
described above from different tissue types, one can identify species within one tester 
1 0 population that are not expressed within another. Such mRNA species can be cloned as 

described in W097/273 17. This type of analysis is particularly useful for identifying genes 
that are expressed at a low level in one tissue, and not at all in another tissue. 

2. Driver and tester populations are both genomic 

1 5 In some methods, both driver and tester populations are genomic but from 

different sources. In some methods, the different sources are different individuals from the 
same species, or individuals from different species. For example, the two sources can be two 
different humans, or one human and one cat, or one mouse and one dog, and so forth. Such 
methods serve to enrich either fragments that are common to the two sources or fragments 

20 that differ between the two sources. For the former type of enrichment, one retains tester 
fragments hybridizing to driver fragments. For the latter type of enrichment, one retains 
tester fragments not hybridizing to driver fragments. Common sequences are of interest 
because commonality often implies evolutionary conservation and therefore an important 
functional role. Polymorphisms occurring within regions that are conserved between species 

25 are more likely to have phenotypic consequences. Accordingly, given the vast number of 

polymorphic sites within a genome, it can be advantageous to focus on conserved regions for 
polymorphism discovery, and/or to use polymorphisms within conserved regions for 
association studies. Disparate sequences between sources are also of interest, because these 
sequences are the locus of genetic diversity between different individuals and/or species. 

30 In these, as in other methods, driver and tester populations can be obtained 

from whole genomes, collections of chromosomes, individual chromosomes or one or more 
regions of individual chromosomes. Usually, the fragments within a driver population are 
obtained from the same individual, as is the case for fragments within a tester population. 
However, the driver and tester populations are generally obtained from different individuals. 
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Either driver and/or tester populations can be amplified before performing hybridization. The 
tester population can be labelled before or after the hybridization. If the goal is to isolate 
common fragments between the driver and tester population, nonhybridizing fragments from 
the tester population are set aside, and tester fragments hybridizing to the driver are 
5 dissociated from the driver. Optionally, these fragments can be subject to amplification 

and/or labelling before being applied to an array. If the goal is to isolate disparate fragments 
between the driver and tester population, then hybridizing driver and tester fragments are set 
aside. The nonhybridizing tester fragments can be directly applied to an array (optionally 
with labelling, if not already labelled). Alternatively, the nonhybridizing tester fragments can 
10 be hybridized with each other, amplified, and optionally, labelled before being applied to an 
array. 

In other methods, hybridization between driver and tester fragments is used as 
a surrogate for selective amplification of a certain region of genomic DNA. The goal in such 
methods is to apply one or more regions of genomic DNA to an array without applying 

1 5 others. Such could be achieved by selective amplification of the desired regions. However, 
performing selective amplification on a large number of samples, particularly if the 
amplification is a multiplex amplification of multiple noncontiguous regions can be tedious 
and subject to error. Alternatively, the amplification can be performed on a single genomic 
sample, and the amplified sample then used as a driver population to enrich equivalent 

20 regions from a broader initial population of tester DNA. For example, the driver population 
can be a long range PCR product of a particular chromosome, or a YAC or BAC clone within 
a particular chromosome. The tester population can be a whole genomic population or the 
whole chromosome from which the BAC, YAC or long range PCR product was obtained. 
When the tester population is annealed with the driver population, substantially only the 

25 complementary fragments within the tester population hybridize. These fragments can then 
be dissociated from the driver and applied to an array (optionally with labelling, if not already 
labelled). The fragments can be used for de novo polymorphism discovery or polymorphic 
profiling as described in other methods. The benefits of such enrichment are particularly 
evident when it desired to analyze a plurality of noncontiguous regions within a genome (e.g., 

30 ten or more), and/or when it desired to analyze tester DNA from a plurality of individuals 
(e.g., ten or more). 

c. Driver population mRNA. tester population genomic DNA 
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In other methods, a driver population of mRNA or nucleic acids derived 
therefrom is used to enrich a tester population of genomic DNA. Such methods enrich the 
genomic DNA population for fragments represented in the mRNA. The enrichment results in 
a population of nucleic acids that are normalized in copy number relative to the original 

5 population of mRNA. In addition, the enriched nucleic acids include regions of genomic 
DNA proximate to expressed regions, such as intron-exon borders, and nonexpressed 
regulatory sequences, such as promoters and enhancers. The enriched population can be used 
in similar analyses to those described in section III (a) above. In addition, the population is 
useful for discovering and detecting polymorphisms in nonexpressed regions of DNA that 

10 cannot be detected by analysis of mRNA populations. Such polymorphism can have roles in 
regulating the extent of expression of a gene. 

The tester population can be from a whole genome, a chromosome, a 
collection of chromosomes or one or more regions of one or more chromosomes. If an entire 
genome is included, then the enriched population of nucleic acids typically includes nucleic 

L5 acids spread throughout the genome. If a single chromosome is included, then the enriched 
population of nucleic acids is of course within this chromosome. The mRNA population 
used as the driver population can be from a single tissue type, from a cell line or from a 
mixture of tissue types, as described in section 111(a). After hybridization of driver and tester 
populations, unhybridized tester fragments are set aside. Hybridized tester fragments are 

20 dissociated from the driver fragments. The resulting tester fragments can the be applied to an 
array (optionally with labelling, if not already labelled). Alternatively, the resulting tester 
fragments can be renatured, amplified, and optionally, labelled before being applied to an 
array. 

25 d. Driver and tester populations are mRNA 

In some methods, both driver and tester populations are mRNA populations 
from different sources. The different sources can be different tissues from an individual or 
individuals within the same species. Alternatively, the different sources can be the same 
tissue type from different species, (e.g., human and mouse, cat, dog, horse, cow, sheep, 

30 primate and so forth). In a further variation, the two sources can be the same tissue subject to 
different environmental factors, for example, exposure to a drug or potentially toxic 
compound. The enrichment can be used to enrich either for fragments that are common to 
the two populations or for fragments that are differentially represented between the two 
populations. Fragments that are common to the two populations of mRNA from the different 
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sources are enriched for sequences that have been subject to evolutionary conservation. As 
previously discussed, polymorphisms within such sequences are particularly likely to have 
phenotypic consequences on an organisms. Accordingly, such common species are useful for 
de novo polymorphism discovery and profiling of previously characterized polymorphisms. 
Differentially expressed mRNA species can also be used for polymorphism analysis. 
Alternatively, such mRNA species can be applied to expression monitoring arrays for 
identification and further characterization of the genes encoding such species. For example, 
such mRNA species can be applied to probe arrays containing large numbers of random 
probes. Probes showing specific hybridization can then be used as primers or probes to 
isolate genes responsible for differentially expressed mRNAs. Alternatively, the mRNA 
species can be hybridized to an expression monitoring array containing probes for known 
mRNA species. If the mixture of differentially expressed mRNAs resulting from enrichment 
is one of the known mRNA species, this is indicated by the resulting hybridization pattern. 

As in other methods, common mRNA species between the two populations are 
isolated by setting aside nonhybridizing tester mRNA and dissociating hybridizing tester 
mRNA from driver mRNA. Optionally, the dissociated tester mRNA can be subjected to 
amplification and labelling before applying to an array . Amplification, if any, can be 
conducted with or without preservation of relative copy number of amplified species. 

TV. Modes of Practicing the Invention 
a. Probe Arrays 

As previously discussed a variety of probe array designs can be used in the 
invention depending on the intended type of genetic analysis. Probe arrays and their uses are 
reviewed in Schena, Microarray Biochip Techn o/ogy(Eaton Publishing, MA, USA, 2000). 
Some arrays are designed for de novo discovery of polymorphisms. Such arrays contain at 
least a first set of probes that tiles one or more reference sequences (or regions of interest 
therein). The reference sequence can be a chromosome, a genome, or any part thereof. 
Tiling means that the probe set contains overlapping probes, which are complementary to and 
span a region of interest in the reference sequence. For example, a probe set might contain a 
ladder of probes, each of which differs from its predecessor in the omission of a 5' base and 
the acquisition of an additional 3' base. The probes in a probe set may or may not be the 
same length. Such arrays typically contain at least one probe for each base to be analyzed 

Such an array is hybridized to target nucleic acid samples prepared by one of 
the enrichment methods described above and/or to a control sample known to contain the 
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reference sequence(s) tiled by the array. Optionally, the array can by hybridized 
simultaneously to more than one target sample or to a target sample and reference sequence 
by use of two-color labelling (e.g., the reference sequence bears one label and a target sample 
bears a second label). If the array is hybridized to a control reference sequence (or a target 
sequence that is identical to the reference sequence), all probes in the first probe set 
specifically hybridize to the reference sequence. If the array is hybridized to a target sample 
containing a target sequence that differs from the reference sequence at a polymorphic site, 
then probes flanking the polymorphic site do not show specific hybridization, whereas other 
probes in the first probe set distal to the polymorphic site do show specific hybridization. 
The existence of a polymorphism is also manifested by differences in normalized 
hybridization intensities of probes flanking the polymorphism when the probes hybridized to 
corresponding targets from different individuals. For example, relative loss of hybridization 
intensity in a "footprint" of probes flanking a polymorphism signals a difference between the 
target and reference (i.e., a polymorphism) (see EP 717,1 13, incorporated by reference in its 
entirety for all purposes). Additionally, hybridization intensities for corresponding targets 
from different individuals can be classified into groups or clusters suggested by the data, not 
defined a priori, such that isolates in a give cluster tend to be similar and isolates in different 
clusters tend to be dissimilar. See WO 97/29212 (incorporated by reference in its entirety for 
all purposes). 

Optionally, primary arrays of probes can also contain second, third and fourth 
probe sets as described in WO 95/1 1995. The probes from the three additional probe sets are 
identical to a corresponding probe from the first probe set except at the interrogation position, 
which occurs in the same position in each of the four corresponding probes from the four 
probe sets, and is occupied by a different nucleotide in the four probe sets. After 
hybridization of such an array to a labelled target sequence, analysis of the pattern of label 
revealed the nature and position of differences between the target and reference sequence. 
For example, comparison of the intensities of four corresponding probes reveals the identity 
of a corresponding nucleotide in the target sequences aligned with the interrogation position 
of the probes. The corresponding nucleotide is the complement of the nucleotide occupying 
the interrogation position of the probe showing the highest intensity. 

Optionally, arrays for de novo polymorphism detection can tile both strands of 
reference sequences. Both strands are tiled separately using the same principles described 
above, and the hybridization patterns of the two tilings are analyzed separately. Typically, 
the hybridization patterns of the two strands indicates the same results (i.e., location and/or 
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nature of polymorphic form) increasing confidence in the analysis. Occasionally, there may 
be an apparent inconsistency between the hybridization patterns of the two strands due to, for 
example, base-composition effects on hybridization intensities. Such inconsistency signals 
the desirability of rechecking a target sample either by the same means or by some other 
5 sequencing methods, such as use of an ABI sequencer. 

Arrays used for analyzing previously identified polymorphisms typically differ 
from the arrays for de novo identification in the following respects. First, whereas probes are 
typically included to span the entire length of a reference sequence in de novo discovery 
arrays, in arrays for analyzing precharacterized polymorphisms only a segment of a reference 

10 sequence containing a polymorphic site and immediately flanking bases is typically spanned 
in secondary arrays. For example, this segment is often of a length commensurate with that 
of the probes. Second, an array for analyzing precharacterized polymorphisms typically 
includes at least two groups of probes. A first group of probes is designed based on the 
reference sequence, and the second group based on a polymorphic form thereof. If there are 

15 three polymorphic forms at a given polymorphic site, a third group of probes can be included. 
Finally, because fewer probes are generally required to analyze precharacterized 
polymorphisms than in the de novo identification of polymorphisms, the former arrays often 
are designed to detect more different polymorphic sites than primary arrays. For example, 
whereas a de novo polymorphism discovery array may tile a single chromosome, an array for 

20 analyzing precharacterized polymorphisms can easily analyze 1,000, 10,000, 100,000 or 

1 ,000,000 polymorphic sites in reference sequences dispersed throughout the human genome. 

The design of suitable probe arrays for analysis of predetermined 
polymorphisms and interpretation of the hybridization patterns is described in detail in WO 
95/1 1995; EP 717,1 13; and WO 97/29212. Such arrays typically contain first and second 

25 groups of probes, which are designed to be complementary to different allelic forms of the 
polymorphism. Each group contains a first set of probes, which is subdivided into subsets, 
one subset for each polymorphism. Each subset contains probes that span a polymorphism 
and proximate bases and are complementary to one allelic form of the polymorphism. Thus, 
within the first and second probe groups there are corresponding subsets of probes for each 

30 polymorphism. The hybridization patterns of these probes to target samples can be analyzed 
by footprinting or cluster analysis, as described above. For example, if the first and second 
probes groups contain subsets of probes respectively complementarity to first and second 
allelic forms of a polymorphic site spanned by the probes, then on hybridization of the array 
to a sample that is homozygous for the first allelic form all probes in the subset from the first 
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group show specific hybridization, whereas probes in the subset from the second group that 
span the polymorphism show only mismatch hybridization. The mismatch hybridization is 
manifested as a footprint of probe intensities in a plot of normalized probe intensity (i.e., 
target/reference intensity ratio) for the subset of probes in the second group. Conversely, if 
5 the target sample is homozygous for the second allelic form, a footprint is observed in the 
normalized hybridization intensities of probes in the subset from the first probe group. If the 
target sample is heterozygous for both allelic forms then a footprint is seen in normalized 
probe intensities from subsets in both probe groups although the depression of intensity ratio 
within the footprint is less marked than in footprints observed with homozygous alleles. 

10 Alternatively, the first and second groups of probes can contain first, second, 

third and fourth probe sets. Each of the probe sets can be subdivided into subsets, one for 
each polymorphism to be analyzed by the array. The first set of probes in each group is spans 
a polymorphic site and proximate bases and is complementary to one allelic form of the site. 
The second, third and fourth sets, each have a corresponding probe for each probe in the first 

15 probe set, which is identical to a corresponding probe from the first probe set except at the 
interrogation position, which occurs in the same position in each of the four corresponding 
probes from the four probe sets, and is occupied by a different nucleotide in the four probe 
sets. 

Arrays for analyzing precharacterized polymorphisms are interpreted in 
20 similar manner to the arrays for polymorphism discovery having four sets of probes described 
above. For example, consider an array having first and second groups of probes, each having 
four sets of probes designed based on first and second allelic forms of a single polymorphic 
site hybridized to a target containing homozygous first allele. The probes from the first probe 
set of the first group all show perfect hybridization to the target sample, and probes from 
25 other probe sets in the first group all show mismatch hybridization. All probes from the 
second group of probes show at least one mismatch except one of the four corresponding 
probes having an interrogation position aligned with the polymorphic site. A probe from the 
second, third or fourth probes sets probes having an interrogation position occupied by a base 
that is the complement of the corresponding base in the first allelic form shows specific 
30 hybridization. 

If such an array is hybridized to a target sample containing homozygous 
second allelic form, the mirror image hybridization pattern is observed. That is all probes in 
the first probe set of the second group show matched hybridization, and probes from the 
second, third and fourth probe sets in the second probe group show mismatch hybridization. 
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All but one probe in the first group of probes shows mismatch hybridization. The one probe 
showing perfect hybridization has an interrogation site aligned with the polymorphic site and 
occupied by the complement of the base occupying the polymorphic site in the second allelic 
form. 

If such an array is hybridized to a target sample containing heterozygous first 
and second allelic forms, the aggregate of the above two hybridization patterns is observed. 
That is, all probes in the first probe set from both the first and second group show perfect 
hybridization (albeit with reduced intensity relative to a homozygous target), and one 
additional probe from the second, third or fourth probe set in each group shows perfect 
hybridization. In each group, this probe has an interrogation position aligned with the 
polymorphic site and occupied by a base occupying the polymorphic site in one or other of 
the allelic forms. 

Typically, arrays for analyzing precharacterized polymorphisms contain 
multiple subsets of each of the probe sets described, with a separate subset for each 
polymorphism. Thus, for example, a secondary array for analyzing a thousand 
polymorphisms might contain first and second groups of probes, each containing four probe 
sets, with each of the four probe sets, being divided into 1000 subsets corresponding to the 
1000 different polymorphisms. In this situation, analysis of the hybridization patterns from 
four subsets relating to any given polymorphisms is independent of any other polymorphism. 
Analysis of the hybridization pattern of such an array to a target sample indicates which 
polymorphic form is present at some or all of the polymorphic sites represented on an array. 
Thus, the individual is characterized with a polymorphic profile representing allelic variants 
present at a substantial collection of polymorphic sites. 

Methods for using arrays of probes for monitoring expression of mRNA 
populations are described in PCT/US96/143839, WO 97/17317, and US 5,800,992. Some 
methods employ arrays having nucleic acid probes designed to be complementary to known 
mRNA sequences. An mRNA populations or nucleic acids derived therefrom are applied to 
such an array, and targets of interest are identified, and optionally, quantified from the extent 
of specific binding to complementary probes. Optionally, binding of target to probes known 
to be mismatched with the target can be used as a measure of background nonspecific binding 
and subtracted from specific binding of target to complementary probes. Some methods 
employ arrays of random or arbitrary probes (also known as generic arrays). Such probes 
hybridize to complementary mRNA sequences present in a population, and are particularly 
useful for identifying and characterizing hitherto unknown mRNA species. 
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2. Synthesis and Scannin g of Probe Arrays 

Arrays of probe immobilized on supports can be synthesized by various 
methods. Methods of forming arrays of nucleic acids, , peptides and other polymer sequences 
5 are disclosed in, for example, 5,143,854, 5,252,743, 5,384,261, 5,405,783, 5,424,186, 

5,429,807, 5,445,943, 5,510,270, 5,677,195, 5,571,639, 6,040,138, all incorporated herein by 
reference for all purposes. The oligonucleotide analogue array can be synthesized on a solid 
substrate by a variety of methods, including light-directed chemical coupling, and 
mechanically directed coupling. See US 5,143,854, WO 90/15070) and Fodor et ah, WO 

10 92/10092 and WO 93/09668 and US 5,677,195, 6,040,193, and 5,831,070, USSN 

60/203,418, McGall et al., USSN 08/445,332; US 5,143,854; EP 476,014). Such arrays 
typically have at least 1000, 10,000, 100,000 or 1,000,000 different probes occupying 1000 
different regions within a square centimeter. Algorithms for design of masks to reduce the 
number of synthesis cycles are described by Hubbel et al., US 5,571,639 and US 5,593,839. 

15 Arrays can also be synthesized in a combinatorial fashion by delivering monomers to cells of 
a support by mechanically constrained flowpaths. See Winkler et al., EP 624,059. Arrays 
can also be synthesized by spotting monomers reagents on to a support using an ink jet 
printer. See id.; Pease et al., EP 728,520. Arrays can also be synthesized by spotting 
preformed nucleic acid probes on to a substrate, as described by Winkler et al, EP 624,059. 
" 20 Such nucleic acid can be covalently attached or attached via noncovalent linkage, such as 

biotin-avidin or biotin-streptavidin. Alternatively, the DNA can be held in place by coating 
the surface of an array with polylysine, which is positively charged and binds to negatively 
charged DNA. Nucleic acid probe arrays of standard or customized types are also 
commercially available from Affymetrix. 

25 After hybridization of control and target samples to an array containing one or 

more probe sets as described above and optional washing to remove unbound and 
nonspecifically bound probe, the hybridization intensity for the respective samples is 
determined for each probe in the array. For fluorescent labels, hybridization intensity can be 
determined by, for example, a scanning confocal microscope in photon counting mode. 

30 Appropriate scanning devices are described by e.g., Trulson et al., US 5,578,832; Stern et al., 
US 5,631,734. Such devices are commercially available from Affymetrix. 

3. Reference Sequences 
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Reference sequences for polymorphic site identification are often obtained 
from computer databases such as Genbank, the Stanford Genome Center, The Institute for 
Genome Research and the Whitehead Institute. The latter databases are available at 
http://www-genome.wi.mit.edu; http://shgc.stanford.edu and http://ww.tigr.org. A reference 
sequence can vary in length from 5 bases to 100,000, 1 Mb, 10 Mb, 100 Mb or 1 GB bases. 
Reference sequences can be genomic DNA or episomes. In some methods, reference 
sequences are mRNA. 
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8. The method of claim 7, wherein the column is a hydroxyapatite column. 

9. The method of claim 8, wherein the separating step is performed under conditions 
whereby annealed and single stranded fragments elute in different fractions from the column. 

10. The method of claim 1, wherein the separating step is performed by HPLC. 

1 1 . The method of claim 1, wherein the separating step is performed by successively 
performing hydroxyapatite chromatography and HPLC. 

12. The method of claim 1, wherein the probe array comprises a set of probes 
complementary to a known reference sequence, the reference sequence being the same or a 
variant of the sequence of a nucleic acid from which the population of nucleic acid fragments 
was obtained. 

13. The method of claim 12, wherein the determining indicates the presence of at 
least one variation in a fragment hybridized to the array relative to the reference sequence. 

14. The method of claim 12, wherein the population of nucleic acids are from a 
chromosome from a first individual, and the reference sequences is that of a corresponding 
chromosome from a second individual. 

15. A method of analyzing a subset of nucleic acids within a nucleic acid population, 
comprising: 

(a) providing driver and tester populations of nucleic acids; 

(b) hybridizing the driver and tester populations with each other; 

(c) separating nucleic acids from the tester population that hybridize to the 
driver population from tester nucleic acids that do not hybridize; 

(d) hybridizing either the tester nucleic acids that do hybridize to the driver 
population, or the tester nucleic acids that do not hybridize to the driver population to a 
nucleic acid probe array; 

(e) determining hybridization of the probes to the tester nucleic acids thereby 
analyzing the tester nucleic acids. 
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What is claimed is: 

1. A method of analyzing a subset of nucleic acids within a nucleic acid population, 
comprising: 

(a) providing a population of nucleic acid fragments at least some of which 
have sequences that are repeated more than once in a genome; 

(b) incubating single stranded forms of the population of nucleic acid 
fragments under annealing conditions, whereby single stranded forms of nucleic acid 
fragments having repeat sequences preferentially hybridize to each other relative to nucleic 
acid fragments lacking repeat sequences; 

(c) separating single stranded forms of the population of nucleic acid 
fragments from annealed double stranded forms, the single stranded forms being enriched for 
nucleic acid fragments lacking repeat sequence; 

(d) hybridizing the separated single stranded forms of the population of 
nucleic acid fragments to a nucleic acid probe array, 

(e) determining hybridization of the probes to the single stranded forms of the 
population of nucleic acid fragments, thereby analyzing the fragments. 

2. The method of claim 1, wherein the population of nucleic acid fragments are 
genomic fragments. 

3. The method of claim 1, wherein the population of nucleic acid fragments are from 
the human genome. 

4. The method of claim 1, wherein the population of nucleic acids are from the same 
chromosome of the human genome. 

5. The method of claim 4, wherein the population of nucleic acid fragments span the 
chromosome of the human genome. 

6. The method of claim 1, further comprising denaturing the population of nucleic 
acids fragments before the incubating step. 

7. The method of claim 1, wherein the separating step is performed by column 
chromatography. 
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